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Protein names 


Recommended name: 
Transcriptional activator protein luxR 


Gene names 


Name: luxR 
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Organism 


Vibrio fischeri (strain ATCC 700801 / ES114) 
[Complete proteome] [HAMAP] 


Taxonomic identifier 


312309 [NCBI] 


Taxonomic lineage 


Bacteria > Proteobacteria > Gammaproteobacteria > 
Vibrionales > Vibrionaceae > Aliivibrio 


Protein attributes 




Sequence length 


250 AA. 


Sequence status 


Complete. 


Sequence processing 


The displayed sequence is not processed. 


Protein existence 


Inferred from homology. 


General annotation (Cerements) 


Function 


Transcriptional activator of the bioluminescence 
operon. Binds to the OHHL autoinducer. 


Sequence similarities 


Belongs to the autoinducer-regulated transcriptional 

regulatory protein family. 

Contains 1 HTH !uxR-type DNA-binding domain. 


Ontologies 




Keywords 




Biological process 


Luminescence 
Quorum sensing 
Transcription 
Transcription regulation 
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Ligand 

Molecular function 
Technical term 

Gene Ontology (GO) 
Biological process 



Activator 

Complete proteome 

bioluminescence 
quorum sensing 

regulation of transcription, DNA-dependent 
transcription 

two-component signal transduction system 
slay) 



Cellular component intraceiluSar 

Molecular function sequence-specific DNA binding 

transcription factor activity 
two-component response regulator activity 
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Sequences 

Sequence 

P35327-1 [UniParc]. 

□ Last modified February 1 , 1994. Version 
1 . 

Checksum: 42AC06375E28A34F 



FASTA 



Length Mass (Da) 



250 28,520 



MNIKNINANE KIIDKIKTCN NNKDINQCLS EIAKIIHCEY YLFAIIYPHS IIKPDVSIID 
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[Graphical view] 


Gene3D 
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Pfam 
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[Graphical view] 


PRINTS 


PR00038. HTHLUXR. 


SMART 


SM00421. HTH_LUXR. 1 hit. 
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PROSITE 
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[Graphical view] 


ProtoNet 


Search... 


Entry Information 




Entry name 


LUXS_VIBF1 


Accession 


Primary (citable) accession number: P35327 
Secondary accession number(s): Q5DZ01 


Entry history 


Integrated into 

UniProtKB/Swiss- February 1, 1994 
Prot: 

Last sequence February 1 , 1994 

update: ' 

Last modified: December 15, 2009 

This is version 63 of the entry and version 1 of the 

sequence. [Complete history] 


Entry status 


Reviewed (UniProtKB/Swiss-Prot) 


Annotation project 


HAMAP (High-quality Automated and Manual 
Annotation of microbial Proteomes) 
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